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ABSTRACT 

Background: The objectives of our research were to search for Leishmania species in rodents in Fars 
province, south of Iran, and to compare molecular with conventional methods for detecting these para- 
sites. 

Methods: Rodents were captured using live traps and screened for Leishmania species using molecular 
and conventional methods, including the taking of smears from each ear. Nested PCR was employed to 
detect "Leishmania in rodents by amplifying a region of the ribosomal RNA amplicon of Leishmania (ITS1- 
5.8S rRNA-TTS2) that is species-specific by DNA sequence. 

Results: Totally, 122 rodents were captured. Leishmania parasites were detected using the nested PCR 
and three conventional methods (direct smear, NNN culture and Balb/C inoculation. 41 (33.6%) out of 
122 rodents had Leishmania infections (34 Meriones lybicus and 7 M. persicus). All PCR products of the ITS- 
rDNA gene were sequenced. Sequence analysis revealed that 28 out of 41 positive samples were Leishma- 
nia major. Thirteen sequences were unreadable and therefore not identified. 

Conclusion: At least two gerbil species common in Fars ZCL foci, M. lybicus and M. persicus, are acquir- 
ing infections of L. major and may be reservoir hosts of one predominant parasite haplotype. Most infec- 
tions were detected molecularly not by conventional methods, because most rodents died in the traps. 
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Introduction 

In Fars province, south of Iran, Zoonotic 
Cutaneous Leishmaniasis (ZCL) is geo- 
graphically widely distributed in many dis- 
tricts, locations, and villages. It is a parasitic 
disease caused by infection with protozoan 
parasites of Leishmania major (Kinetoplastidae: 
Trypanosomatidae), and ZCL has increased in 
the past five years in Fars Province (1). 
Leishmania major is believed to predominate in 
or near the burrows of rodents, where it is 
transmitted by the bites of phlebotomine 
sandflies (Diptera: Psychodidae) of the genus 
Phlebotomus (1-4). 

Currently worldwide, at least 22 species of 
Leishmania are pathogenic for humans, who 
are infected when exposed to a natural trans- 
mission cycle (5-6). Wild and domesticated 
mammals act as reservoirs of zoonotic infec- 
tions and humans can be sources of anthro- 
ponotic infections (7). 

ZCL caused by L. major has been recorded in 
some locations of southern Iran (8, 9). Re- 
cently, some regions in Fars Province have 
become focal points for research on endemic 
ZCL due to the significant increase in the 
number of ZCL cases over the past few years 
(4). The causative organisms of ZCL in Iran 
have been characterized on the basis of clini- 
cal symptoms, geographical locality or specific 
reservoir hosts, infection of experimental ani- 
mals, species-specific monoclonal antibodies, 
microscopic observation, parasite cultivation 
and molecular methods (4, 10-16). 
Recently, molecular markers have increasingly 
been used for epidemiological studies on leish- 
maniasis, in order to identify and type Leishma- 
nia at the genus, species or strain level. Good 
molecular tools should be easy to use, rapid, 
and show high sensitivity and specificity in 
order to identify accurately parasites in vectors 
and reservoir hosts. Several molecular me- 
thods have been introduced for identification 
and characterization of Leishmania (17, 18). 
Culture of promastigotes from infected tissues 
and direct identification of amastigotes in mi- 



croscope smears have long been considered 
the standard for diagnosis in Iran. While these 
techniques are highly specific for diagnosing 
leishmaniasis, they are not always sensitive. 
The different species of Teishmania are not 
equally easy to culture; contamination is a con- 
stant hazard, and the percent success for mi- 
croscopic identification of amastigotes in 
stained preparations varies depending on the 
number of parasites present and/ or the expe- 
rience of the person examining the slide. Un- 
fortunately, today there is no single widely ac- 
cepted standard procedure that can be used as 
a basis for evaluating new molecular diagnos- 
tic assays for leishmaniasis (4, 10, 17). 
Iranian investigators have reported rodent res- 
ervoirs of ZCL with different regional impor- 
tance: the gerbils Rhombomys opimus and 
Meriones libycus in the northeast and centre; the 
rodents Meriones libycus, Tatera indica and Neso- 
kia indica in the centre and southwest; the ger- 
bil Meriones hurrianae in the southeast; and the 
gerbil Tatera indica in the southwest and south. 
Most of the infections were not typed (15, 19, 
20). For the current investigation, nested pol- 
ymerase chain reaction (PCR) was used by tar- 
geting a fragment of the ITS-ribosomal RNA 
(rDNA) region, consisting of ITS1-5.8S- 
rRNA-ITS2 gene, following the strategy of 
Parvizi et al. (2005) and Cupolillo et al. (1995) 
(21, 22). 

The first objective of our current research was 
to search for Leishmania parasites in rodents in 
Fars Province. However, although there are 
records of Leishmania in some species of ro- 
dents including M. libycus in Fars, the parasites 
were not identified molecularly. Our second 
objective was to compare molecular with con- 
ventional methods for detecting Leishmania in 
Iranian rodents. 

Materials and Methods 

Rodent collections within the ZCL focus 

The investigation was carried out in 8 villages 
within an important ZCL focus in Fars Prov- 
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ince, south of Iran (Fig. 1). The choice of the- 
se locations was based on the increased num- 
ber of reported cases of ZCL by Fars Health 
Centre. The disease focus is at an altitude of 
1400-1800 metres above sea level. Fars Prov- 
ince is known to be a suitable habitat for the 
proliferation of the vector, reservoir and the 



parasite, and it has unique geographical, eco- 
logical and climatic conditions (23). 
After identifying active colonies of rodents 
(Fig.l, Tables 1, 2), the collections were car- 
ried out in 2009 and 2010, in 8 villages in 
three districts (Marvdasht, Ghareh Bagh and 
Zarghan) of Fars Province. 
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Fig.l: Location of villages and regions, Fars Province of Iran, where rodents were sampled 



The villages sampled for the current investiga- 
tion were: 4 villages from Ghareh Bagh dis- 
trict (1486 m a.s.l.; 52° 32 'N, 29° 36'E), 3 vil- 
lages from Marvdasht district (1595 m a.s.l.; 
52" 48'N, 29° 52'E), and 1 village from Zarg- 
han District (1600 m a.s.l.; 52° 32 'N, 29° 36'E), 
all within the known focus of ZCL reported 
by the regional public health services for inter- 
ventions. Rodent samples were collected from 
colonies located about 1 to 2 km around the 
villages. Each visit, 40-50 live traps were used 
and the traps were baited with cucumber and 
placed in active burrows. The traps were set 
up early in the morning and evening in August 
and November 2009 and also August and Oc- 
tober in 2010. The trapped rodents were 
transferred to the animal house facility in the 
Pasteur Institute of Iran, Tehran, and main- 
tained for parasitological and molecular test- 
ing. The morphological identifications of 
specimens were made using external criteria of 



color, body measurements, ears, tail, feet, 
teeth and cranium for each specimen and also 
by their species-specific Cyt b sequences. (21, 
24, 25). In the laboratory, the captured ro- 
dents were examined for any lesions while un- 
der ether anesthesia. After crushing ear skin, 
smears were taken for light microscopy and 
serous fluid inoculated into NNN medium. 
Two impression smears were prepared from 
the ears of each rodent, fixed in methanol and 
stained by the Giemsa method, before being 
examined carefully under the light microscope 
for amastigote forms. NNN cultures were in- 
cubated at 25°C for up to 4 weeks with weekly 
subcultures. First appearance and the growth 
of promastigotes were regularly monitored. 
Any contaminated culture was destroyed. 
Samples with high numbers of organism colo- 
nies were transferred to RPMI medium con- 
taining 15% fetal calf serum (Gibco). 
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Table 1: Distribution of rodents in different villages based on dates of collections in our ZCL sites study in Fars Province 
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Table 2: Prevalence of rodent-caught populations and their Leishmania ITS-rDNA gene infections in alive and dead captured rodents in different loca- 
tions, in Fars Province 
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Samples from the ears of each rodent were in- 
jected subcutaneously at the base of the tail of 
Balb/C mice (1 per ear). A weekly observation 
for any cutaneous lesions was performed on 
inoculated Balb/ C for 6 months. A direct smear 
was taken from the infected Balb/c to confirm 
the presence of amastigotes. DNA extraction 
and screening for parasites by PCR methods 
were done afterwards. The records of all the 
results were kept. The polymerase chain reaction 
(PCR) method as a species identification proce- 
dure is described in the following text. 

DNA extraction and nested PCR of ITS- 
rDNA gene o/Leishmania species for am- 
plifying ITS1-5.8S rRNA -ITS2 

DNA extraction from each ear of rodents and 
any parasites within was done using the previ- 
ous studies (3, 15). All rodents samples were 
screened for Leishmania parasites by nested 
PCR of a fragment of ITS -rDNA. Forward 
primer IR1 (5' GCTGTAGGTGAACCTGCAG- 
CAGCTGGATCATT 3) was used with the re- 
verse primer IR2 (5' GCGGGTAGTCC 
TGCCAAACACTCAGGTCTG 3') for the 
first stage; and then forward primer ITS IF (5' 
GCAGCTGGATCATTTTCC 3') and reverse primer 
ITS2R4 (5' ATATGCAGAAGAGAGGAGGC 3') 
were used to amplify the ITS1-5.8S- ITS2 frag- 
ment for the second stage of the nested PCR 
(2). For PCR amplification, DNA of known L. 
major was used as a positive control and PCR 
water as a negative control. PCR products were 



direcdy sequenced to identify leishmania spe- 
cies, strains and haplotypes infecting individual 
rodent, and all haplotypes were identified to 
species by phylogenetic analysis. To do this, 
DNA sequences were edited and aligned using 
Sequencher 4.10 software for PC, and the mul- 
tiple alignments of new DNA haplotypes and 
homologous GenBank sequences were ex- 
ported into MEGA software for phylogenetic 
analysis. 

Results 

Collections of rodents and use of conven- 
tional methods to detect Leishmania in 
them 

In this study, 122 rodents were captured (Fig. 
1, Table 1). Among these, 102 were identified 
morphologically as M. Ijbicus, 19 as M. persicus 
and one as Rattus rattus. Fourteen out of 122 
rodents were captured alive and sampled to 
isolate and detect leishmania using both con- 
ventional and molecular methods. Totally, 108 
out of 122 rodents were captured dead and 
sampled to detect leishmania using only molec- 
ular methods (Table 2). 

Seven out of 14 (42.85%) live-caught rodents 
were leishmania positive. Of these, 6 were posi- 
tive using direct smear and microscopic obser- 
vation, and 5 by inoculation in Balb/C mice 
that produced ulcers on the base of the tail 
(Table 2). 



Table 3: Results of conventional and molecular methods for screening leishmania parasite in captured rodent 

species in our ZCL sites study in Fars Province 
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Five out of the 14 rodents (35.71%) were 
leishmania positive by both conventional and 
molecular methods. In total, 6 (42.85%) of 
these rodents were leishmania positive using at 
least one conventional method. Only 2 of the 
samples grew in NNN medium without con- 
tamination. 

Leishmania infections in rodents identified 
by Nested PCR of ITSl-rDNA-ITS2 

For identifying species of leishmania, both ears 
of all 122 collected rodents were screened by 
amplifying two fragments of ITS-rDNA by 
nested PCR. 41 out of 122 (33.6%) rodents 
were leishmania positive (34 out of 102 M. Ijbi- 
cus and 7 out of 19 M. persicus). Only 6 of the 
infected rodents had leishmania infections in 
both ears and only 6 were positive by conven- 
tional methods too (Table 2). 
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Fig. 2: Unrooted neighbor-joining tree showing 
the relationships of the haplotypes of the ITS1- 
5.8SrRNA gene fragment for the isolates of 
leishmania species in rodents in Fars Province and 
in GenBank 



All positive PCR products of ITS-rDNA in 
rodents were sequenced. Sequence analysis re- 
vealed 28 out of 41 positive samples were L. 
major. 13 sequences had unreadable sequences 
that could not be identified. Among the 28 L. 
major infections of rodent species with different 
origins, 26 were of a single haplotype, sharing 
100% sequence identity with GenBank se- 
quences of L. major from other regions of Iran 
and elsewhere (Fig. 2). Two specimens (M. 
libjcus) had a novel haplotype, but this differed 
by only one nucleotide from the common hap- 
lotype of L. major. 

Discussion 

Two haplotypes of ITS-rDNA gene of L. ma- 
jor were identified by aligning sequences and 
comparing them with those submitted in 
GenBank. They were discovered in two gerbil 
species, M. lybicus and M. persicus, in Fars prov- 
ince. A common haplotype was identical to 
two GenBank sequences from strains of _L. 
major originating from Sudan and Iran 
(GenBank accessions EF413075; AJ300481) 
(Table 2). Most M. lybicus and M. persicus were 
infected with this common haplotype (26/28 
infections with readable sequences). The second 
haplotype of L. major was found to be novel 
(GenBank accession number KF152937).). 
Totally, 23 haplotype sequences of the ITS- 
rDNA were aligned for phylogenetic analysis 
in MEGA. These sequences included all the 
strains of leishmania found in rodents cap- 
tured in Fars province and those in GenBank 
known from the region. The phylogram made 
by the NJ method is presented in Fig.2. Based 
on the ITS-rDNA fragment examined, most 
leishmania species grouped in two main 
branches. The first main branch contained 
agents of cutaneous leishmaniasis and mam- 
malian infections, and the second branch con- 
tained agents of visceral leishmaniasis. The 
first branch had species-specific subgroups. 
Thirteen rodents were positive for leishmania 
infections but the sequences were unreadable, 
and so leishmania species were not identified. 
These unreadable sequences may have come 
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from mixed infections of two or more strains 
of L. major or of different Leishmania species 
(L. major, L. turanica, L. gerbilli sensu lato and 
Leishmania close to L. gerbilli or a related spe- 
cies) (2, 4, 26). Mixed infections of Leishmania 
species may complicate the detection of 
changes in the infection rates of L. major in 
different rodent species. Rhombomys opimus had 
mixed infections in the ex-U.S.S.R. (26). 
Mixed infections in rodents will not always be 
detected, because only the target DNA of the 
more abundant parasite will often be amplified 
by PCR. Using species-specific primers or 
cloning could help to sort out this point (2). 
Many rodents from Iranian foci of rural ZCL 
have been found to be infected with 
Leishmania parasites (4, 15, 20, 27, 28). In 
some southern parts of Iran, L. major was iso- 
lated from M. libycus (16, 29, 30). L. major was 
also found in M. libycus in other regions, in 
Isfahan and Natanz in the centre of Iran, 
Damghan, Semnan Province, in Turkemen 
Sahara, Golastan Province (15, 19, 31, 32). 
Various Leishmania parasites may infect M. 
persicus in Iran, with L. major, L, donovani and L. 
infantum being reported, for example from 
Meshkin-Shahr District in north west Iran, 
where visceral leishmaniasis is endemic 
(33,34). Until now, there has been no report 
of finding L, turanica in M. lybicus or M. persicus. 
In Iran, this parasite has been isolated and 
typed mostly from R. opimus (4, 19, 20). It is 
important to understand the distributions of 
all rodent species infected by Leishmania, and 
to identify which reservoirs are frequently in- 
fecting potential sandfly vectors (2, 26). Only 
L. major was detected in sandflies from the 
region of our rodent collections (4). 
Controlling the rodent reservoir hosts of ZCL 
is a challenge to the health authorities in the 
southern parts of Iran. Changing social and 
economic conditions in the region may help 
increase the number of wild rodents and sand 
flies, and factors to consider include fast ur- 
banization, new buildings on farms near ro- 
dent colonies, waste material storage, new ag- 
ricultural projects, and the siting of animal 



shelters among old mud houses. These factors 
could facilitate the transmission of ZCL. Mi- 
grations of refugees from Afghanistan and 
neighboring countries might also help spread 
the disease (3, 30). Many researchers prefer to 
use either conventional or molecular methods 
to identify Leishmania, but in this report we 
employed both types of methods. It is im- 
portant to underline that molecular methods 
are more efficient than conventional methods 
for screening rodent hosts, because conven- 
tional methods require the capture and 
maintenance of live animals. For such reasons, 
many investigators now use only molecular 
tools. However, conventional techniques can 
be appropriate in some circumstances, and so 
the efficiency of the two approaches should 
be compared. 

Conclusion 

Our molecular method was more sensitive 
than the conventional methods, and it permit- 
ted the incrimination of two gerbil species, M. 
lybicus and M. persicus, as regional reservoir 
hosts. 

Acknowledgements 

The work was supported by the WHO small 
grant, project ID no SGS08/168 awarded to 
Dr Parviz Parvizi. The collections of rodents 
were made possible by the assistance of the 
Centre of Health Services in Shiraz, Fars 
Province. We thank Azad Absavaran, Mojtaba 
Hedayati and Mehdi Baghban for help with 
the field work, and Paul Ready for amending 
the text. A part of this research was supported 
by a Ph.D studentship to Mr. Asad Mrzaei, 
based at the Pasteur Institute of Iran, Tehran, 
and registered at the University of Shahid 
Beheshti Medical Sciences, Tehran, Iran. The 
authors declare that there is no conflict of in- 
terest. 



286 



Available at: http://ijpa.tums.ac.ir 



Mirzaei et ah: Molecular Detection and Conventional Identification 



References 

1. Alvar J, Viilez ID, Bern C, Herrero M, 
Desjeux P, Cano J, Jannin J, den Boer M. 
Leishmaniasis worldwide and global estimates 
of its incidence. PLoS ONE. 2012; 7: e35671. 

2. Parvizi P, Ready PD. Nested PCRs of nuclear 
ITS-rDNA fragments detect three Leishmania 
species of gerbils in sandflies from Iranian foci 
of zoonotic cutaneous leishmaniasis. Trop 
Med Int Health. 2008; 1 3: 1 1 59-71 . 

3. Mirzaei A, Rouhani S, Taherkhani H, 
Farahmand M, Kazemi B, Hedayati M, Davari 
B, Parvizi P. Isolation and detection of 
Leishmania species among naturally infected 
Rhombomis opimus, a reservoir host of zoonotic 
cutaneous leishmaniasis in Turkemen Sahara, 
North East of Iran. Exp Parasitol. 2011; 129: 
378-380. 

4. Parvizi P, Alaeenovin E, Kazerooni PA 
Ready PD. Low diversity of Leishmania para- 
sites in sandflies and the absence of the great 
gerbil in foci of zoonotic cutaneous 
leishmaniasis in Fars province, southern Iran. 
Trans R Soc Trop Med Hyg. 2013; in press. 

5. WHO. Control of the Leishmaniasis. Tech- 
nical Report Series No.793; 1990; World 
Health Organization, Geneva. 

6. WHO. A new edition of a WHO book - 
'Technical Report Series on the Control of 
Leishmaniasis', 2013; World Health Organiza- 
tion, Geneva. 

7. Ready PD. Biology of pHebotomine sandflies 
as vectors of disease agents. Annu Rev 
Entomol. 2013; 58: 227-50. 

8. Azizi K, Rassi Y, Javadian E, Motazedian MH, 
Rafizadeh S, Yaghoobi-Ershadi MR, Mohebali 
M. Phkboiomus (Paraphleboiomus) alexandri. a prob- 
able vector of Leishmania infantum in Iran. Ann 
Trop Med Parasitol. 2006; 100: 63-8. 

9. Rassi Y, Javadian E, Amin M, Rafizadeh S, 
Vatandoost H, Motazedian H. Meriones libycus 
is the main reservoir of zoonotic cutaneous 
leishmaniasis in south Islamic Republic of Iran. 
EastMediterr Health J. 2006; 12: 474-477. 

10. Bensoussan E, Nasereddin A, Jonas F, Schnur 
LF, Jaffe CL., Comparison of PCR Assays for 
Diagnosis of Cutaneous Leishmaniasis. J Clin 
Mcrobiol. 2006; 44: 1435-1439. 

11. Nadim A, Faghih M. 1968. The epidemiology 
of cutaneous leishmaniasis in the Isfahan 
province of Iran: I. The reservoir II. The hu- 



man disease. Trans R Soc Trop Med Hyg. 
1968; 62: 53442. 

12. Nadim A, Seyedi-Rashti MA. A brief review 
of the epidemiology of various types of 
leishmaniasis in Iran. Acta Med Iran. 1971; 14: 
99-106. 

13. Edrissian GH. Visceral leishmaniasis in Iran 
and the role of serological tests in diagnosis 
and epidemiological studies. In: Ali Ozel, M., 
Ziyal lkass, M. (Ed.), Parasitology for the 
Twenty First Century. CAB Int. 1996; pp. 63- 
78. 

14. Ardehali S, Moattari A, Hatam GR, Hosseini 
SMH, Sharifi I. Characterization of Leishmania 
isolate in Iran: serotyping with species specific 
monoclonal antibodies. Acta Trop. 2000; 75: 
301-307. 

15. Parvizi P, Moradi G, Akbari G, Ready PD, 
Farahmand M, Piazak N, Assmar M, 
Amirkhani A. PCR Detection and sequencing 
of parasite ITS-rDNA gene from reservoirs 
host of zoonotic cutaneous leishmaniasis in 
central of Iran. Parasitol Res. 2008; 103: 1273- 
1278. 

16. Rassi Y, Jalali M, Javadian E, Moatazedian 
MH. Confirmation of Meriones libycus 
(Rodentia; Gerbillidae) as the Main Reservoir 
Host of Zoonotic Cutaneous Leishmaniasis in 
Arsanjan, Fars Province, South of Iran (1999- 
2000). Iranian J Publ Health. 2001; 30: 143- 
144. 

17. Schimian G, Kuhls K, Maurido I. Molecular 
approaches for a better understanding of the 
epidemiology and population genetics of 
Leishmania. Parasitology. 2011; 138: 405-25. 

18. Talmi-Frank D, Nasereddin A, Schnur LF, 
Schonian G, Toz SO, Jaffe CL, Baneth G. 
Detection and Identification of Old World 
Leishmania by High Resolution Melt Analysis. 
Plos Negl Trop Dis. 201 0; 4: e581 . 

19. Akhavan AA Yaghoobi-Ershadi MR, Kha- 
mesipour A Mirhendi H, Alimohammad-ian 
MH, Rassi Y, Arandian MH, Jafari R, Abdoli H, 
Shareghi N, Ghanei M, Jalali-zand N. Dynam- 
ics of Leishmania infection rates in Rhombomys 
opimus (Rodentia: Gerbillinae) population of an 
endemic focus of zoonotic cutaneous 
leishmaniasis in Iran. Bull Soc Pathol Exot. 
2010; 103: 84-89. 

20. Mohebali M, Javadian E, Yaghoobi-Ershadi 
M, Akhavan A Hajjaran H, Abaei M. Charac- 
terization of Leishmania infection in rodents 



Available at: http://ijpa.tums.ac.ir 



287 



Iranian J Parasitol: Vol. 8, No.2, Apr-Jun 2013, pp. 280-288 



from endemic areas of the Islamic Republic of 
Iran. East Mediterr HealthJ. 2004; 10: 591-9. 

21 . Parvizi P, Mauricio I, Aransay AM, Miles MA, 
Ready PD. First detection of heishmania major 
in peridomestic Iranian sandflies: comparison 
of nested PCR of nuclear ITS ribosomal 
DNA and semi-nested PCR of minicircle 
kinetoplast DNA. Acta Trop. 2005; 93: 75-83. 

22. Cupolillo E, Grimaldi JG, Momen H, Beverly 
SM. Intergenic region typing (TRT): A rapid 
molecular approach to the characterization 
and evolution of heishmania. Mol Bioch 
Parasitol. 1995; 73: 145-155. 

23. Mahmoudzadeh-Niknam H, Ajdary S, Riazi- 
Rad F, Mirzadegan E, Rezaeian A Khaze V, 
Djadid ND, Alimohammadian MH. Molecu- 
lar epidemiology of cutaneous leishmaniasis 
and heterogeneity of heishmania major strains in 
Iran. Trop Med Int Health. 2012; doi: 
1 0. 1 1 1 1 /j.l 365-31 56.2012.03078.x. In press. 

24. Ziaei H. A field guide for identifying of Iranian 
desert mammalians. Tehran, Iran, Iranian En- 
vironment Organization. 1996. 

25. Boitani L, Bartoli S. Macdonald encyclopedia 
of mammals, 1 st ed. London: Macdonald & 
Co. 1980 

26. Strelkova MV, Eliseev LN, Ponirovsky EN, 
Dergacheva TI, Evans DA. Mixed leishmanial 
infections in Rhombomys optimus. a key to the 
persistence of heishmania. major from one 
transmission season to the next. Ann Trop 
Med Parasitol. 2001; 95: 811-819. 

27. Yaghoobi-Ershadi MR, Javadian E, 
Tahvildare-Bidruni GH. heishmania major 
MON-26 isolated from naturally infected 
Phlebotomus papatasi (Diptera: Psychodidae) in 
Isfahan province, Iran. Acta Trop. 1995; 59: 
279-282. 

28. Akhavan AA Ghods R, Jeddi-Tehrani M, 
Yaghoobi-Ershadi MR, Khamesipour A, 



Mahmoudi AR Production and Purification 
of Anti-RJ/ombomys opimus Immunoglobulins. 
Iran J Arthropod-Borne Dis. 2011; 5: 69-76. 

29. Momenbella Fard MD, Kalantari M, Rassi Y, 
Javadian E. The PCR based detection of 
heishmania major infection in Meriones libycus 
(rodentia:Muridae) from soutern Iran. Ann 
Trop. Med Parasitol. 2003; 79: 81 1-816. 

30. Asgari Q, Motazedian MH, Mehrabani D, 
Oryan A Hatam GR, Owji SM, Oryan A. 
2007. Zoonotic cutaneous leishmaniasis in 
Shiraz, Southern Iran: A molecular, isoenzyme 
and morphologic approach. J Res Med Sd. 
2007; 12: 7-15. 

31. Yaghoobi-Ershadi MR, Akhavan AA 
Mohebali M. Meriones libycus and Rhombomys 
opiums(Rodenth: Gerbillidae) are the main res- 
ervoir hosts in e new focus of zoonotic Cuta- 
neous leishmaniasis in Iran. Trans R Soc Trop 
Med Hyg. 1996; 90: 503-504. 

32. Rassi Y, Oshaghi MA MohammadiAzani S, 
Abaei MR, Rafizadeh S, Mohebali M, 
Mohtarami F, Zainali MK Molecular detec- 
tion of heishmania infection due to kishmania 
major ^nd heishmania turanica'm the vectors and 
reservoir host in Iran. Vector-Borne and Zo- 
onotic Dis. 2011; 11: 145-150. 

33. Edrissian GH, Ghorbani M, Tahvildar- 
Bidruni G. Meriones persicus, another proba- 
ble reservoir of zoonotic cutaneous 
leishmaniasis in Iran. Trans R Soc Trop Med 
Hyg. 1975; 69:517-9. 

34. Mohebali M, Poormohammadi B, Kanani A 
Hajjaran, Edrissian GH. Rodents: another 
group of animal reservoir hosts of visceral 
leishmaniasis in Meshkin-Shahr district, the Is- 
lamic Republic of Iran. East Mediterr HealthJ. 
1998;4:376-8. 



288 



Available at: http://ijpa.tums.ac.ir 



